Figure S1
Analysis of the interaction between RRM proteins and fluorescently labeled (UG) 4 ssDNA by fluorescence anisotropy measurements. 0.1 µM Fl-(UG) 4 was titrated with (A) RRM1, (B) RRM2, and (C) RRM1-2, and the fluorescence anisotropy was measured. More than three independent experiments were performed to estimate error bars (standard deviations).
Figure S2
Analysis of the interaction between RRM proteins and fluorescently labeled RNA by fluorescence anisotropy measurements. 0.1 µM Fl-(UG) 4 or Fl-A 3 (GG) 4 -A 3 RNA was titrated with (A) RRM1, (B) RRM2, and (C) RRM1-2, and the fluorescence anisotropy was measured. More than three independent experiments were performed to estimate error bars (standard deviations).
Figure S3
No sequence-specificity of RRM2-1 for the binding of ssDNA. The molar ratio between ssDNA and RRM2-1 in a pull-down assay was plotted against NN', which describes a repeating part in an ssDNA sequence, 5'-A 10 (NN') 5 A 10 -3'. An exception is TT, which is an ssDNA with the sequence, 5'-C 10 (TT) 5 C 10 -3'. Three independent experiments were performed to estimate error bars (standard deviations).
Figure S4
Analysis of the interaction between RRM1-2 with pathogenic mutations and fluorescently labeled ssDNA by fluorescence anisotropy measurements. 0.1 µM Fl-(UG) 4 (filled circles) and Fl-A 3 (GG) 4 A 3 (open triangles) were titrated with RRM1-2 with (A) D169G and (B) P112H mutations, and the fluorescence anisotropy was measured. More than three independent experiments were performed to estimate error bars (standard deviations).
Figure S5
A quaternary structure of RRM1-2 was analyzed by size-exclusion chromatography. (A) RRM1-2, (B) RRM1-2 with R151A mutation, and (C) RRM1-2 with D247A mutation in 1 g/L (50 µM) concentration were analyzed by SEC-MALS. Chromatograms obtained by monitoring changes in absorbance at 280 nm were shown (open circles, left axis). Molecular weight of a species eluted from a gel filtration column was also analyzed with an on-line MALS and shown in the chromatograms (a thick curve, right axis).
Figure S6
Analysis of the interaction between RRM1 with W113A mutation and fluorescently labeled ssDNA by fluorescence anisotropy measurements. 0.1 µM Fl-(UG) 4 (filled circles) and Fl-A 3 (GG) 4 A 3 (open triangles) were titrated with RRM1 with W113A mutation, and the fluorescence anisotropy was measured. More than three independent experiments were performed to estimate error bars (standard deviations).
